Introduction
Knowing the different fundamental roles of the microbiota in the physiological and genetic processes in humans is one of this century's challenges, notably through The Human Microbiome Project [1] . In this sense, to determine the cultivable microbiota diversity of man seems a crucial step. Culturomics, an approach based on the variation of culture conditions, has allowed us to increase the human microbial repertoire, especially through the isolation of several fastidious minority bacterial species of the human gut [2] [3] [4] . Here we report the type strain Marseille-3876, isolated from a faecal transplant specimen using a culturomics approach.
Isolation and growth conditions
In March 2017, we collected a fresh stool specimen from a 32-year-old man, who was a faecal transplant donor. The stool was decontaminated with 100% ethanol (volume/volume) [5] . We isolated a bacterial strain that was not identified by matrixassisted laser desorption/ionization time-of-flight mass spectrometry (MALDI-TOF MS) using a Microflex LT spectrometer (Bruker Daltonics, Bremen, Germany) and the BIOTYPER 3.0 software against the Bruker database that was continually incremented with the MEPHI database (https://www. mediterranee-infection.com/urms-data-base/) as previously reported [6] (Fig. 1) . The stool was pre-incubated for 10 days in an anaerobic blood culture bottle (Becton Dickinson, Le Pont de Claix, France) containing 2 mL sheep blood and 2 mL rumen. Strain Marseille-P3876 was then grown on 5% sheep-bloodenriched Columbia agar (bioMérieux, Marcy l'Étoile, France) for 96 hours at 37°C in an anaerobic atmosphere (anaeroGEN; Oxoid, Dardilly, France).
Strain identification
For identifying this bacterium, the 16S rRNA gene was amplified using the fD1 and rP2 primer pair (Eurogentec, Angers, France) and sequenced using the Big Dye® Terminator v1.1 Cycle Sequencing Kit and a 3500xLGenetic Analyzer capillary sequencer (Thermofisher, Saint-Aubin, France) as previously described [7] . The 16S rRNA nucleotide sequence was assembled and corrected using the CODONCODE ALIGNER software (http://www.codoncode.com). 
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Strain Marseille-P3876 T exhibited 92.01% 16S rRNA sequence similarity with Ruminococcus bromii strain ATCC 27255 T (GenBank accession number L76600), the closest phylogenetically related species with standing in nomenclature (Fig. 2) . Consequently, we considered strain Marseille-P3876
T as a member of a new genus within the family Ruminococcaceae in the phylum Firmicutes, for which we propose the name Pseudoruminococcus.
Phenotypic characteristics
Colonies were transparent and smooth with a mean diameter of 0.2-1.5 mm. Bacterial cells were Gram-negative cocci and measured 0.6 × 0.45 (Fig. 3) . Catalase and oxidase activities were negative for strain Marseille-P3876. Characteristics of the strain are summarized in Table 1 . Strain Marseille-3876 differs New Microbes and New Infections, Volume 34 Number C, ---2020 from its most closely related species by: cell length, Gram stain, motility, endospore formation, indole production, DNA G + C content, acid phosphatase activities and glucose assimilation. Differences also exist in relation to enzymatic reactions such as: arginine dihydrolase, α-galactosidase, β-galactosidase, α-glucosidase, β-glucosidase, β-glucuronidase, β-N-acetyl glucosaminidase, glutamic acid decarboxylase, alanine arylamidase, alkaline phosphatase, arginine arylamidase, glycine arylamidase, histidine arylamidase and serine arylamidase (see Supplementary material, Table S1 ).
Genome sequencing
Genomic DNA was extracted using the EZ1 biorobot (Qiagen, Hilden, Germany) and the EZ1 DNA Tissues kit (Qiagen) and then sequenced on a MiSeq sequencer (Illumina Inc., San Diego, CA, USA) with the Nextera Mate Pair sample prep kit and Nextera XT Paired End (Illumina), as previously described [8] . The assembly was performed using SPADES [9] and TRIMMOMATIC [10] . GAPCLOSER [11] was used to reduce gaps. Then, scaffolds <800 bp and those with a depth value <25% of the mean depth were removed (identified as possible contaminants). The best assembly was selected by using different criteria (number of scaffolds, N50, number of N). The genome of strain Marseille-P3876 was 2 428 410 bp long with a 37.6 mol% G + C content. The degree of genomic similarity of strain Marseille-P3876
T with closely related species was estimated using the ORTHOANI software [12] . ORTHOANI values among closely related species (Fig. 4) ranged from 63.93% between Ethanoligenens harbinense and Ruminococcus bromii to 90.75% between Clostridium jeddahense and Clostridium sporosphaeroides. When strain Marseille-P3876 was compared with these closely related species, values ranged from 63.93% with Ethanoligenens harbinense to 69.21% with Ruminococcus bromii.
Conclusion
On the basis of unique phenotypic features, including MALDI-TOF spectrum, a 16S rRNA sequence divergence >5% and an ORTHOANI value <80.5% with the closest phylogenetically related species with standing in nomenclature, we formally proposed strain Cells are strict anaerobic, Gram-negative, non-motile cocci with a size of 0.6 × 0.45 μm and do not show oxidase and catalase activities. Growth was observed at 37°C after 96 hours of incubation and colonies were transparent and smooth, with a diameter ranging from 0.2 to 1.5 mm on 5% sheep-bloodenriched Columbia agar.
Using API 20NE, Rapid ID 32A API and API ZYM galleries, positive reactions were observed for L-arginine, 4-nitrophenyl-αD-glucopyranoside, glutamic acid, esterase (C4), esterase lipase (C8), naphthol-AS-BI-phosphohydrolase, β-galactosidase and α-glucosidase. Negative reactions were observed for β-galacto- L-serine-β-naphthylamide, alkaline phosphatase, lipase (C14), leucine arylamidase, valine arylamidase, cystine arylamidase, trypsin, α-chymotrypsin, acid phosphatase, α-galactosidase, β-glucuronidase, β-glucosidase, N-acetyl-β-glucosaminidase, α-mannosidase and α-fucosidase.
The G + C content of the genome is 37.6%. The type strain Marseille-P3876 T (= CSUR P3876) was isolated from the stool specimen of a 32-year-old Senegalese man who was a faecal transplant donor.
